In 2013, we reported the genotypes and allele frequencies for 1036 unrelated samples in the U.S. population using capillary electrophoresis (CE) [1] . Since then, multiplex STR assays designed for sequencing technologies have become available, and we have re-analyzed our set of 1036 samples to determine sequence-based allele frequencies (manuscript in preparation). As a quality control for this sequence data and to evaluate back-compatibility, the calculated length-based genotypes from the sequence data were compared to the 2013 published CE genotypes. This comparison resulted in a list of differences which were further evaluated via sequence-and CE-data review. Instances in which the difference was not attributable to the sequencing assay were further evaluated with additional CE-based genotyping. This evaluation has resulted in revisions to the 2013 publication [1], detailed below.
locus/population. A detailed presentation illustrating each of the revisions can be found at http://strbase.nist.gov/NISTpop.htm. Tables 2a-2d provides a summary of the revisions by population, locus, and specific allele(s) affected: original, revised, and the difference of revised − original. The maximum change in allele frequency by population was as follows 0.15% (African American), 0.28% (Caucasian), 0.71% (Hispanic), 1.0% (Asian). The greatest overall single change of 1.0% was observed for the 11 allele at D7S820 in the Asian population (n = 97).
Similar to the 2015 Federal Bureau of Investigation (FBI) allele frequency revisions [2, 3] , empirical comparisons of random match probabilities (RMP) calculated from the original allele frequencies and the revised allele frequencies were performed on 100 randomly generated profiles for the two populations where U.S. core loci have been affected (African American and Asian). Comparisons were based on the original 13 U.S. core loci, as the expanded loci were not affected by the allele frequency changes. The random profiles were generated using DNA Profile Builder software (http://www.nucfs.ac.uk/dna-profilebuilder/) using the allele frequencies from the NIST original. RMP calculations for the 100 random profiles were generated with the LSAM (Laboratory Statistical Analysis Module) software (Future Technologies Inc., Fairfax, VA) using a theta correction of 0.01 for homozygous loci. Since the corrections only affected markers in the original 13 U.S. core loci, we only calculated statistics on these markers. The differences in the African American population RMP calculations were within 1.0004-fold and the differences in the Asian population RMP calculations were within 1.3262-fold. This falls within a 2-fold change in RMP (comparable to the FBI's analysis [3] ) and well within the 10-fold difference expected by using a different set of allele frequencies for that population as suggested by previous studies and the National Research Council [4] [5] [6] [7] , as shown in Fig. 1 and Table 3. RMP scenarios were calculated for each population assuming homozygosity at the affected loci and using a theta correction of 0.01. The analysis was performed to understand the scope of the "worst case" effect of the revisions. The bounds of less rare and more rare RMPs as a function of commonly used STR kits are tabulated in Supplemental Table 1 . Using the Asian population as an example, RMPs of 1.22 fold less rare and 1.61 fold more rare were calculated for the loci contained in Identifiler, Globalfiler (Thermo Fisher), PowerPlex 16, PowerPlex Fusion/6C (Promega), and Investigator 24plex QS (Qiagen) STR kits.
The revised genotypes for the 1036 U.S. population data set are provided in Supplemental Table 2 and the revised allele frequencies for the full data set and each population group are provided in Supplemental Table 3 . The revised data have been provided to the FBI CODIS unit for review and dissemination and are also available on STRBase at http://strbase.nist.gov/NISTpop.htm. We encourage the forensic community to further evaluate the effects of these changes. and materials are identified to specify experimental procedures as completely as possible. In no case does such identification imply a recommendation or endorsement by the National Institute of Standards and Technology nor does it imply that any of the materials, instruments or equipment identified are necessarily the best available for the purpose. The data represents a comparison of 100 randomly generated profiles for the 13 U.S. core loci. The data points are within a two-fold difference with a maximum of a 1.3262-fold difference in. Table 3 The maximum and minimum observed ratios of the profile probabilities calculated using the original allele frequencies and the corrected allele frequencies data for the 100 randomly generated profiles. 
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